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Clone 40: 

GAATrCGGCACGAGTCGGAAAAGAACAAAATGGCTTGTATCGTTTTCGTT 
GCT CTT GTCG CT CTAT GCTT AATGCAACCG GGTT C C G GTG AG G AAGT AC A 
AT GCGCGAT GAATT GGACACAAGCT AATGAAT AT GTGT T CAAC GTGGACT 
GG ATGACCAT TTT CAT CT AC G ACT AT GGCG CT CAAG AGCAACT GT AC GAA 
GATCGGGCTTTGGGGCTGTGTC GGATTGAACGGGCCGGCCCAGGTAC CAC 
AAAAGC CGTCT GG ATTAACT GG AGT AACGACACG C AGT CATGT GT AAC AA 
GAAAAACAATCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 
TACAGACCACAGGAAGACGGAACTGAGAAAACTTTTACAAGAAAATTCTC 
TAGCAAAATGCCAGGCACTTACATGCTTAT GGAC GTGT GCGCT ACAAGGG 
ACGCTGATGATAAATGCATCGAAGGCACAATTGTGGTGACAGTCAGGGTG 
TC CCT AT ATGACGAAGAT AACAATGGT GTAATGGATGAAGGT AAGGTGAT 
T C CATCTG AGACAAT C GAGG AT GAT AT CAAGGACT GTG GGCT CTT AG ACC 
AAGATGTTGAACTC GATTAT AC GT GG ACT CAAAAC GAGT GTG ATCT AC C A 
GACACAGTAGACGAGGCTGAAGACACACCGTCAGAAACTGGAGAATTCTT 
CT GGTAGATCT ATCAGACTACTTTT AT CAGCAG GACAACTG GTCGTTACC 
AG ACAC CTAT AACGT GTC CTCAT CAAT AAT GT GT AAAACAG AAAT AAT C G 
AT AGAATATTGAAAATAAAATGTTAAT AAACACT GGTT GAAAT ATGAAAA 
AAAAAAAAAAAAAACTCGaG 

Clone 3: 

GAATTCGGCACGAGGGAAAAGAACAAAATGGCTTGTATCGTTTTCGTT 
GCTCTTGTCGCTCTATGCTTAATGCAACCGGGTTCCGGTGAGGAAGTACA 
AT GCGCGAT GAATT GGACACAAGCT AATGAAT ATGTGTTCAAC GTG GACT 
GG ATGACC ATTTT CAT CT ACGACTATGGCGCTC AAGAG CAACTGTACGAG 
GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 
AAAAGC C GT CT GGAT TAACT G GAGT AAC GACAC GC AGT CATGT GTAACAA 
GAAAAACAAT CTT CTTCG AGGTT GGT GGAG AAATTGCC CGGCT AGTTGAC 
T ACAGAC CACAGGAAGAC GGAACTG AGAAAACTTTT ACAAGAAAATTCTC 
TAGCAAAATGCCAGGCACTTACATGCTTATGGACGTGTGCGCTACAAGGG 
AC GCT GAT GAT AAATGCATCGAAGGCACAATT GTGGT G ACAGTC AGGGTG 
TCCCTATATGACGAAGATAACAATGGT GTAATGGATGAAGGT AAGGTTAT 
T C CATCT GAG ACAAT CGAGGATGATATCAAGGACTGTGGGCT CTT AGACC 
AAGAT GTT GAACTC GATTAT AC GT GGACT CAAAAC GAGT GT GAT CT AC CA 
GACAC AGT AG AC GAGGCT GAAGACAC ACCGTC AGAAACT GGAGAATTCTT 
CTGGTAGATCTATCAGACCACTTTTATCAGCAGGACAACTGGTCGTTACC 
AG AC AC CTAT AACGTGTC CT CAT CAAT AAT GT GT AAAACAG AAAT AATCG 
AT AGAAT ATT G AAAATAA 



Clone 5: 

GT C GGAAAAGAACAAAATGGCTT GT AT CGTTTT CGTTGCT CTT GT CG CT CT AT GCTT AAT GC AACCG GG 
TT CCGGT GAG GAAGT ACAAT GC GC GAT GAATTGG ACAC AAGCT AATGAAT AT GT GTT C AACGT GGACT G 
GATGACCATTTTCATCTACGACTATGGCGCTCAAGAGCAACTGTACGAGGATCGGGCTTTGGGGCTGTG 
TC GGATTGAACGGGCCGGCCCAGGTAC CAC AAAAGCCGTCTGG ATT AACTGGAGT AAC G ACAC GCAGTC 

AT GT GTAACAAGAAAAACAAT CT TCTT CG AGGTTGGTGGAG AAATTG CCC G GCT AGT TG ACT ACAGACC 
ACAGGAAGACGGAACTGAGAAAACTTTTACAAGAAAATTCTCTAGCAAAATGCCAGGCACTTACATGCT 
TATGGACGTGTGCGCT ACAAGGGACGCTGATGAT AAATGCATCGAAGGCACAATT GTGGTGACAGTCAG 
G GT GT C CCT AT AT G ACG AAG ATAACAATGGT GT AAT GGAT GAAGGT AAG GTT ATT CC AT CTG AGACAAT 
C GAGGAT GAT AT CAAGGACT GT GGGCTCTTAGAC CAAGAT GTT G AACT CGATTATACGTGGACTCAAAA 
CGAGT GT GAT CT AC C AG ACAC AGTAGACGAGG CT GAAGACAC ACCGTC AG AAACT GGAGAATTCTT CTG 
GTAGAT CTAT CAG ACCACTTTT AT CAG CAG G AC AACT GGT C GTT AC CAGA CAC CTAT AAC GT GTC CTC A 
T CAATAATGT GTAAAACAGAAATAAT C GAT AGAATATT GAAAAT AAAAT GTT AATAGAC ACT GGTT GAA 
AAAAAAAAAAAAAAAAAA CTCCAG 
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clone 40 GAATTCGGCA CGAGTC GGAAAAGAAC AAAATGGCTTGT ATCGTTTT C GTT 
clone 3 GAATTCGGCACGAG — GGAAAAGAACAAAAXGGCTTGTATCGTTTTCGTT 
clone S GTCGGAAAAGAACAAAATGGCTTGTATCGTTTTCGTT 



clone 40 GCTCTTGTCGCTCTATGCTTAATGCAACCGGGTTCCGGTGAGGAAGTACA 
clone 3 GCTCTTGTCGCTCTATGCTTAATGCAAGCGGGTTCCGGTGAGGAAGTACA 
clone 5 GCTCTTGTCGCTCTATGCTTAATGCAACCGGGTTCCGGTGAGGAAGTACA 



clone 40 ATGCGCGAT GAATT GG AC ACAAGCT AAT GAATATGT GTTCAACGT GGACT 

clone 3 ATGCGCGATGAATTGGACACAAGCTAAT GAATATGT GTTCAACGT GGACT 

clone 5 ATGCGCGAT GAAT TGGACACAAGCT AATGAATATGT GTT CAACGT GGACT 



□ 



clone 40 
clone 3 
clone 5 



GGATGACCATTTTCATCTACGACTATGGCGCTCAAGAGCAACTGTACGAA 
GGATG ACCATTTT CAT CTACG ACTATGGC GCT CAAGAGCAACTGT ACGAG 
GGAT GACCATTTT CAT CT AC GACT ATGGC GCT CAAG AGCAACT GTACG AG 



clone 40 
clone 3 
clone 5 



GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 
GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 
GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 



P 



clone 40 
clone 3 
clone 5 



clone 40 
clone 3 
clone 5 



clone 40 
clone 3 
clone 5 



AAAAGCCGT CTGGATTAACT GGAGT AACGACAC GCAGT CAT GTGT AACAA 
AAAAGCCGTCTGG ATTAACTGGAGT AAC GACACG CAGTCATGTGT AACAA 
AAAAGCCGT CTGG ATT AACTGGAGTAACGACAC G CAGT CATGTGT AACAA 



GAAAAACAATCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 
GAAAAACAArCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 
GAAAAACAATCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 



TACAGACCACAGGAAGACGGAACTGAGAAAACTTTTACAAGAAAATTCTC 
T ACAGAC C ACAGGAAG ACGGAACTGAGAAAACTTTT AC AAG AAAATTCT C 
T AC AG AC C A C AGG AAG ACGGAACTG AG AAAACTTTT AC AAG AAAATT CT C 



clone 40 TAGCAAAATGCCAGGCACTTACATGCTTATGGACGTGTGCGCTACAAGGG 
clone 3 TAGCAAAATGCCAGGCACTTACATGCTTATGGACGTGTGCGCTACAAGGG 
clone 5 TAGCAAAATGCCAGGCACTTACATGCTTATGGACGTGTGCGCTACAAGGG 



clone 4 0 ACGCT GAT G AT AAAT GCAT C GAAGG C ACAATT GT GGT G ACAGT CAGGGT G 

clone 3 ACGCT GAT GAT AAAT GCATCGAAGGC AC AATTGTGGTGACAGT CAGGGT G 

clone 5 ACGCT GAT GAT AAAT GCAT C GAAGG CACAATTGT GGT GACAGT CAGGGT G 

clone 40 T CCCT ATATGACGAAGATAACAATGGTGTAAT GGATGAAGGTAAGGTGAT 

Clone 3 TCCCTATATGACGAAGATAACAATGGTGTAATGGATGAAGGTAAGGTTAT 

clone 5 TCCCTATATGACGAAGATAACAATGGTGTAATGGATGAAGGTAAGGTTAT 



clone 4 0 T C C ATCT GAGACAAT C GAG GAT GAT AT CAAG GACT GT GG GCT CTT AG ACC 

clone 3 T CCATCTGAGACAATC G AGGAT GAT ATCAAGGACTGT G GGCTCTT AGAC C 

clone 5 TC CAT CTGAGAC AAT CG AGGAT GAT AT CAAGGACTGTGGGCTCTTAGACC 



Fig. 2 (Part 1 of 2) 
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clone 40 
clone 3 
clone 5 



clone 40 
clone 3 
clone 5 



clone 40 
clone 3 
clone 5 



clone 40 
clone 3 
clone 5 



clone 4 0 
clone 3 
clone 5 



clone 4 0 
clone 3 
clone 5 



AAG AT GTTG AACT C GATT AT ACGT G GACT CAAAACGAGT GTG AT C T ACCA 
AAG AT GTTG AACT CGATT AT ACGTGGACT CAAAAC GAGT GT GATCT ACCA 
AAGATGTTGAACTCGATTATACGTGGACT CAAAACGAGT GTGATCTACCA 



G ACAC AGT AGACG AGGCT G AAG ACACAC C GTCAG AAACT GG AG AATTCTT 
GACAC AGTAGACGAGGCT GAAGACAC ACC GTCAGAAACT GG AGAATTCTT 
GACAC AGT AGACG AGGCT GAAGAC AC ACCGTCAGAAACTGGAGAATTCTT 



CTGGTAG AT CT ATC AGACTACTTTT ATC AGCAG GAC AACTGGTC GTT AC C 
CTGGTAGATCTATCAGACCACTTTTATCAGCAGGACAACTGGTCGTTACC 
CTGGTAGAT CT AT C AGACCACTTTT AT C AGC AGGACAACT GGT C GTT AC C 



AGACACCTATAAC GTGT C CTC ATCAAT AATGT GT AAAAC AG AAAT AAT C G 
AGAC AC CTAT AAC GTGT CCT C AT CAATAATGTGT AAAAC AGAAAT AATC G 
AGACACCTATAAC GTGT CCTC ATCAAT AATGTGTAAAAC AG AAAT AAT CG 



ATAGAATATTGAAAATAAAATGTTAATAAACACTGGTTGAAATATGAAAA 

ATAGAATATTGAAAATAA 

ATAGAAT ATTG AAAAT AAAAT GTTAAT AGACACT GGTT GAAA AAA 



AAAAAAAAAAAAAACTCGAG 



AAAAAAAAAAAAAACTCGAG 
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GAA rrC£jGCACGAC?TCGGAAAAGAACAAAATGGCTTGTATCGTTTTCGTT GCT CT T G 

as 

TCGCTCTATGCTTAATGCAACCGGGTTCCGGTGAGGAAGTACAATGCGCGATGAATT 

GGACACAAGCTAATGAATATGTGTTCAACGTGGACTGGATGACCATTTTCATCTACG 

ACTATGGCGCTCAAGAGCAACTGTACGAAGATCGGGCTTTGGGGCTGTGTCGGATTG 

3A 

AACGGGCCGGCCCAGGTACCACAAAAGCCGTCTGGATTAACTGGAGTAACGACACGC 

AGT C AT GT GT AACAAGAAAAACAAT CTT C T T CGAGGTT G GT GGAGAAATTGCCCGGC 

4S 

TAGTTGAGT ACAGACCACAGGAAGACGGAACT GAGAAAACT TTT AC AAGAAAATT CT 
CT AGCAAAAT GCCAGGCAC T TACAT GCT TATGGAC GT GT GC GCTACAAG GGAC GCT G 

ATGATAAATGCATCGAAGGCACAATXGTGGTGACAGTCAGGGTGTCCCTATATGACG 
6A 

AAGATAACAAT GGT GTAAT GGATGAAGGT AAGGT GTT C CATCT GAGACAAT CGAGGA 

T GAT AT CAAGGACTGTGGGCXCTTAGAC C AAGAT GT T GAACT C GAT TAT AC GT GGAC 
7S 

T C AAAAC GAGT GT GAT CT ACC AGACACAGT AGAC GAGG C T GAAGACAC AC C GT C AGA 

AACTGGAGAATTCTTCTGGTAGATCTATCAGACTACTTTTATCAGCAGGACAACTGG 

TCGTTACCAGACACCTATAACGTGTCCTCATCAATAATGTGTAAAACAGAAATAATC 

GATAGfiATATTGAAAATAAAATGTTAATAAACACTGGTTGAAATATGAAAAAAAAAA 

5A 

AAAAAAAA C TCGAG 



Fig. 3 
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Untranslated region 
GAATTCGGCACGAGTCGGAAAAGAACAAA 
Translated region 

ATG GCT TGT ATC GTT TTC GTT GCT CTT GTC GCT CTA TGC TTA ATG 
MACIVFVALVALCLM 

CAA CCG GGT TCC GGT GAG GAA GTA CAA TGC GCG ATG AAT TGG ACA 
QPGSGE EVQCAMNWT 

CAA GCT AAT GAA TAT GTG TTC AAC GTG GAC TGG ATG ACC ATT TTC 
QANEYVFNV.DWMTIF 

ATC TAC GAC TAT GGC GCT CAA GAG CAA CTG TAC GAA GAT CGG GCT 
IYDYGAQEQLYEDRA 

TTG GGG CTG TGT CGG ATT GAA CGG GCC GGC CCA GGT ACC ACA AAA 
LGLCRTERAG PGTTK 

GCC GTC TGG ATT AAC TGG AGT AAC GAC ACG CAG TCA TGT GTA ACA 
AVWINWSNDTQSCVT 

AGA AAA ACA ATC TTC TTC GAG GTT GGT GGA GAA ATT GCC CGG CTA 
R K T I FFEVGGE IA-RL 

GTT GAC TAC AGA CCA CAG GAA GAC GGA ACT GAG AAA ACT TTT ACA 
VDYRPQEDGTEKTFT 

AGA AAA TTC TCT-AGC AAA ATG CCA GGC ACT TAC ATG CTT ATG GAC 
RKFSSKMPGTYMLMD 

GTG TGC GCT ACA AGG GAC GCT GAT GAT AAA TGC ATC GAA GGC ACA 
VCATRDADDKC IEGT 

ATT GTG GTG ACA GTC AGG GTG TCC CTA TAT GAC GAA GAT AAC AAT 
IVVTVRVSLYDEDHN 

GGT GTA ATG GAT GAA GGT AAG GTG ATT CCA TCT GAG ACA ATC GAG 
GVMDEGKVI PS ETIE 

GAT GAT ATC AAG GAC TGT GGG CTC TTA GAC CAA GAT GTT GAA CTC 
DDIKDCGLLDQDVEL 

GAT TAT ACG TGG ACT CAA AAC GAG TGT GAT CTA CCA GAC ACA GTA 
DYTWTQNECDLPDTV 

GAC GAG GCT GAA GAC ACA CCG TCA GAA ACT GGA GAA TTC TTC TGG 
DEAEDTPSETGE FFW 

TAG ATC TAT CAG ACT ACT TTT ATC AGC AGG ACA ACT GGT CGT TAC 



CAG ACA CCT ATA ACG TGT CCT CAT CAA TAA 
* = stop for translation 



45 
90 
135 
180 
225 
270 
315 
360 
405 
450 
4 95 
540 
585 
630 
67S 
720 
750 
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EcoR I 

GAA T TCGGCACGAGI G GGAAAAGAACAAA 



ATG 


GCT 


TGT 


ATC 


GTT 


TTC 


GTT 


GCT 


CTT 


GTC 


GCT 


CTA 


TGC 


TTA 


ATG 


CAA 


CCG 


GGT 


TCC 


GGT 


GAG 


GAA 


GTA 


CAA 


TGC 


GCG 


ATG 


AAT 


TGG 


ACA 


CAA 


GCT 


AAT 


GAA 


TAT 


GTG 


TTC 


AAC 


GTG 


GAC 


TGG 


ATG 


ACC 


ATT 


TTC 


ATC 


TAC 


GAC 


TAT 


GGC 


GCT 


CAA 


GAG 


CAA 


CTG 


TAC 


GAA 


GAT 


CGG 


GCT 


TTG 


GGG 


CTG 


TGT 


CGG 


ATT 


GAA 


CGG 


GCC 


GGC 


CCA 


GGT 


ACC 


ACA 


AAA 


GCC 


GTC 


TGG 


ATT 


AAC 


TGG 


AGT 


AAC 


GAC 


ACG 


CAG 


TCA 


TGT 


GTA 


ACA 


AGA 


AAA 


ACA 


ATC 


TTC 


TTC 


GAG 


GTT 


GGT 


GGA 


GAA 


ATT 


GCC 


CGG 


CTA 


GTT 


GAC 


TAC 


AGA 


CCA 


CAG 


GAA 


GAC 


GGA 


ACT 


GAG 


AAA 


ACT 


TTT 


ACA 


AGA 


AAA 


TTC 


TCT 


AGC 


AAA 


ATG 


CCA 


GGC 


ACT 


TAC 


ATG 


CTT 


ATG 


GAC 


GTG 


TGC 


GCT 


ACA 


AGG 


GAC 


GCT 


GAT 


GAT 


AAA 


TGC 


ATC 


GAA 


GGC 


ACA 


ATT 


GTG 


GTG 


ACA 


GTC 


AGG 


GTG 


TCC 


"CTA 


TAT 


GAC 


GAA 


GAT 


AAC 


AAT 


GGT 


GTA 


ATG 


GAT 


GAA 


GGT 


AAG 


GTG 


ATT 


CCA 


TCT 


GAG 


ACA 


ATC 


GAG 


GAT 


GAT 


ATC 


AAG 


GAC 


TGT 


GGG 


CTC 


TTA 


GAC 


CAA 


GAT 


GTT 


GAA 


CTC 


GAT 


TAT 


ACG 


TGG 


ACT 


CAA AAC 


GAG 


TGT 


GAT 


CTA 


CCA 


GAC 


ACA 


GTA 


GAC 


GAG 


GCT 


GAA 


GAC 


ACA 


CCG 


TCA 


GAA 


ACT 


GGA 


GAA 


TTC 


TTC 


TGG 


TAG 







ATC TAT CAGACTAC TT TTATCAGCAGGACAACTGGTC GT TAC CAGAC 
ACCTATAACGTGTCCTCZATCIAATAATGTGTAAAACAGAAATAATCGA 
TAGAATATTGAAAATAAAATGTTAATAAACACT GGTT GAAATATGAA 
AAAAAAAAAAAAAAAAC TCGAG 



Xho I 

Fig. 4B 
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EEVQCAMNWTQANEYVFNVDWMTIFIYDYGAQEQLYEDRALGLCRIERAGPGTTKAV 
WINWSNDTQSC^RKTIFFTIVGGEIARLVDYRPQEDGTEKTFTRKFSSKMPGTYMLM 
DVCATRDADDKCIEGT IWTVRVSLYDEDNNGVMDEGKVI PSETIEDDIKDCGLLDQ 
DVELDYTWTQNECDLPDTVDEAEDT PSETGEFFW 

Fig. 5 A 



MACIVFVALVALCl^QPGSGEEVQC^MNWTQANEYVFNVDWMTIFIYDYGAQEQLYE 
DRALGLCRIERAGPGTTKAVWINWSNDTQSCVTRFCTIFFEVGGEIARLVDYRPQEDG 
TEKTFTRKFSSKMPGTYiyU^VCATElDADDKCIEGTIWTVRVSLYDED^GVMDEG 
KVIPSETIEDDIKDCGLLDQDVELDYTWTQNECDLPDTVDEAEDTPSETGEFFW 



Fig. 5B 
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clone 40 

BioXAct 

zTth 



GAATrCGGCACGAGTCGGAAAAGAACAAAATGGCrTGTATCGTTTTCGTT 

TGGCTTGTATCGTTTTCGTT 



clone 4 0 

BioXAct 

zTth 



GCTCTTGTCGCTCTATGCTTAATGCAACCGGGTTCCGGTGAGGAAGTACA 

GCTCTTGTCGCTCTATGCTTAATGCAACC GGGTTC CGGTGAGGAAGTACA 

TATGCTTAATGCAACCGGGTTCCGGTGAGGAAGTACA 
+ **+** + ******+* ++**+*****♦■**#*■#*****« 



clone 40 

BioXAct 

zTth 



ATGCGCGATGAATTGGACACAAGCTAATGAATATGTGTTCAACGTGGACT 
ATGCGCGATGAATTGGACACAAGCTAATGAATATGTGTTCAACGTGGACT 
ATGCG CGAT GAATTGGACACAAGCTAATGAATATGTGTTCAACGT GGACT 



clone 40 

BioXAct 

zTth 



GGATGACCATTTTCATCTACGACTATGGCGCTCAAGAGCAACTGTACGAA 
G GATG ACCATTTTCATCTAC G ACTATGGCG CT CAAG AGC AACT GTACG AA 
G GATG AC CATTTTCATCTACG ACTAT GGC GCT C AAGAGCAACTGT ACGAA 



ru 
p 



clone 40 

BioXAct 

zTth 



clone 4 0 

BioXAct 

zTth 



GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 
GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 
GATCGGGCTTTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCAC 



AAAAGCC GT CTGGATTAACTGGAGT AACGAC AC GCAGTCATGTGT AACAA 
AAAAGC CGT CTGGATTAACTGGAGT AAC G ACAC GCAGTCATGTGTAACAA 
AAAAG CC GT CTG GATTAACTGGAGT AACG ACACGCAGTCATGT GTAACAA 



clone 40 

BioXAct 

ZTth 



GAAAAACAATCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 
GAAAAAGAATCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 
GAAAAACAATCTTCTTCGAGGTTGGTGGAGAAATTGCCCGGCTAGTTGAC 



clone 4 0 

BioXAct 

zTth 



TACAGACCACAGGAAGACGGAACTGAGAAAACTTTTACAAGAAAATTCTC 
TACAG AC CACAGG AAG AC GGAACTG AGAAAACTTTTACAAGAAAATT CT C 
TACAG AC CAC AGG AAGACGGAACTGAGAAAACTTTTACAAG AAAATTCT C 



'clone 40 
BioXAct 
zTth 



TAGCAAAATGCCAGGCACTTACATGCTTAT GGACGTGT GCGCTACAAGGG 
TAGCAAAATGCCAGGCACTTACATGCTTATGGACGTGTGCGCTACAAGGG 
TAGCAAAATGCCAGGCACTTA CAT GCTTATGGACGTGT GCGCTACAAGGG 



clone 40 

SioXAct 

ZTth 



ACGCTGATGATAAATGCATCGAAGGCACAATTGTGGTGACAGTCAGGGTG 
ACGCTGATGATAAATGCATCGAAGGCACAATTGTGGTGACAGTCAGGGTG 
ACGCTGATGATAAATGCATCGAAGGCACAATTGTGGTGACAGTCAGGGTG 



clone 40 

BioXAct 

zTth 



TCCCT AT AT GACGAAGAT AACAATGGT GT AAT GGATGAAGGT AAGGTGAT 
TC CCT ATATGACGAAGAT AAC AATG GTGT AATG GATGAAGGTAAGGTGAT 
TCCCTATATGACGAAGATAACAATGGTGTAATGGATGAAGGTAAGGTGAT 



clone 40 
BioXAct 



TCCATCTG AGAC AATCGAGG AT GAT AT C AAGG ACT GTGGGCTCTT AGACC 
TCCAT CTGAG ACAATCG AGGATG AT AT CAAGG ACTGTGGGCTCTT AGAC C 



Fig. 6 (Parti of 2) 
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rTth 



clone 40 

BioXAct 

rTth 



clone 40 

BioXAct 

rTth 



clone 40 

BioXAct 

rTth 



clone 40 

BioXAct 

rTth 



clone 40 

BioXAct 

rTth 



clone 40 

BioXAct 

rTth 



T CCAT CTGAGACAATCGAGG ATGAT ATCAAGGACTGT GGGCT CTT AGAC C 



AAGATGTTGAACTCGATTATACGTGGACTCAAAACGAGTGTGATCTACCA 
AAGAT GTTG AACT CGATT ATAC GTGGACT CAAAACGAGTGT GATCTACCA 
AAGAT GTTGAACT CGATTAT AC GTG GACT C AAAACGAGT GTGATCT ACCA 



GACACAGTAGACGAGGCTGAAGACACACCGTCAGAAACTGGAGAATTCTT 
GACACAGTAGACGAGGCTGAAGACACACCGTCAGAAACTGGAGAATTCTT 
G ACAC AGTAG ACG AGGCT GAAG ACACAC C GT C AGAAACT GG AGAATTCTT 



CTGGTAGATCTATCAGACTACTTTTATCAGCAGGACAACTGGTCGTTACC 
CTGGTAGATCTATCAGACTACTTTTATCAGCAGGACAACTGGTCGTTACC 
CTGGTANAT CTAT CAG ACTACTTTT ATCAGC AG GACAACTGGTCGTT AC C 



AGAC ACCT AT AACGTGT CCT CAT C AAT AAT GTGT AAAACAG AAAT AATCG 
AGACAC CTATAACGTGTC CTC AT CAAT AAT GT GT AAAACAGAAAT AATC G 
AG ACAC CTAT AACGT GT C CTC ATCAATAATGTGTAAAAC 



AT AGAAT ATTGAAAAT AAAAT GTT AAT AAACACTGGTT GAAAT AT G AAAA 
ATAGAATATTGAAAATAAAAT GTTAAT AAACACT GGTT GAAAT ATG AA 



AAAAAAAAAAAAAACTCGAG 
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Oligo 1 

ACI ATH TTY TTY CAR GT 
Oligo 2 

CAR GAR GAR GGN ACI GA 
Oligo 2A 

TCI GTN CCY TCY TCY TG 
Oligo N 

TTY AAY GTI GAY TGG ATG 

M-A/C R-A/G W=A/T S=G/C Y=C/T 

K=G/T 

V=A/C/G H=A/C/T D=A/G/T B-C/G/T N-A/C/G/T 
I«inosine 



Fig. 7 A 



Oligo 3A 

ACA CAG CCC CAA AGC CCG AT 
Oligo 4S 

.TTG CCC GGC TAG TTG ACT AC 
Oligo 5A 

CAT ATT TCA ACC AGT GTT TAT TAA 
Oligo 6A 

CAA TTG TGC CTT CGA TGC A 
Oligo 7S 
GGA CTG TGG GCT CTT AG 
Oligo 8S 

ATG GCT TGT ATC GTT TTC GT 
Oligo 11 
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Oligo ExS 

CCA CAC GGA TCC TGA GGA AGT ACA ATG 
Oligo ExA 

CCA CAC GGA TCC TTA TTG ATG AGG ACA 
Oligo Bacl 

CTT GTT TTT ATG GTC GTC TAC ATT TCT TAC ATC TAT GCG GAG 
GAA GTA CAA TG 

Oligo C9 12 

CCA CAC AGA TCT AGA ATG AAA TTC TTA GTC AAC GTT GCC CTT 
GTT TTT ATG GTC 

Oligo BV5 

TTT ACT GTT* TTC GTA ACA GTT TTG 
Oligo BV3 

CAA CAA CGC ACA GAA TCT AG 
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AccI 630 

Afllll 405 734 

Alul 95 

AlwNI 659 

Asp 718 215 

AsuX 204 209 

BanI 215 

Banll 564 

Bcnl 51 310 

Bglll 678 

Bspl 286 564 

BstNI 213 384 

BsttTC 77 

CfrlOI 206 

Cfrl3I 204 209 

Ddel 345 528 565 

Dpnl 174 615 680 

EcoRX 665 

EcoRII 211 382 

EcoRV 547 

Fokl 136 518 554 

Haell 153 
Haelll 206 210 ■ 

HgaX 431 

Hhal 77 152 413 

Hindi 319 

Hinfl 520 598 

HinPlI 75 150 411 

HpalX 50 57 207 310 

HphI 71 469 529 

Kpnl 219 

Mael 314 372 

MaelX 114 405 593 734 

MaelXX 245 265 457 716 

MboII 182 274 277 347 

497 653 661 
Mall 54 282 531 627 

750 

Msel 41 237 

NaeX 208 

Neil 51 310 

Nlalll 264 397 

NlaXV 55 217 

Nsil 440 
NspHI 397 
Plel 592 

RaaX 69 167 217 

Sau3AI 172 613 678 

Sau96I 204 209 

ScrFI 51 213 310 384 # 

SfaNI 428 f{ I (J J 

TaqX 288 441 537 585 1 
XhoII 678 
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Nlaiv 
Mnll 
SczFI 
Neil 
Bcnl 

Msel Hpall Hpall 

I Mill 
ATGGCTTGTATCGTTTTCGTTGCTCTTGTCGCTCTATGCTTAATGCAACCGGGTTCCGGT 60 

Hhal 
Hphl BstUI 

Rsal HinPlI Alul Maell 

1)11 ! I 

GAGGAAG TACAATGCGCG AT GAATT GGAC AC AAGC T AATG AAT AT GT G IT C AAC GT GGAC 12Q 

Haell 

Hhal Dpnl 
Fokl HinPlI Rsal Sau3AI 

f III III 

TGGATGACC ATTTTCATCTACGACT ATGGCGCTCAAGAGCAACTGTACGAAGATCGGGCT 180 

HaelH 
Sau96I 
Cfrl3I 
Nael Rsal 
Hpall NlalV 
Haelll BanI 
CfrlOI ScrFI 
Sau96I BstNI 
Cfrl3I EcoRII Kpnl 
MboII Asul Asul Asp7l8 Msel 

I I I I I I I I I I I I I 

TTGGGGCTGTGTCGGATTGAACGGGCCGGCCCAGGTACCACAAAAGCCGTCTGGATTAAC 2 40 

' Maelll MboII 
Maelll NJLalll MboII Mnll TaqI 

1 It 111 I 

TGGAGTAACGACACGCAGTCATGTGTAACAAGAAAAACAATCTTCTTCGAGGTT GGTGGA 300 

Mael 
ScrFI 
Neil 

Hpall MboII 
Bcnl Hindi Ddel 

I t i II 
GAAATT GCCC GGC T AGTT GACT AC AGAC C AC AGGAAGAC GGAAC T GAGAAAAC T TT T ACA 3 60 
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ScrFI 

BstNI NspHI Maell HinPlI 

Mael EcoRII Nlalll AflHI Hhal 

t I I ! til 

AGaAAATTCTCTAGCAAAATGCCAGGCACTTACATGCTTATGGACGTGTGCGCTACAAGG 4 20 

Hgal TaqI 
SfaNI Msil Mae I II KphI 

II II I I 

GACGCTGAT GATAAAT GC ATC G AAGGCACAATT GT GGTGAC AGTCAGGGTGTCCCTATAT 480 

Mnll 
Hinfl HphI 
MboII Fokl Ddel , TaqI 

I II I I I ' I 

GACGAAGAT AACAATGGT GT AATGGAT GAAGGTAAGGT GAT TCCATCTGAGACAATC GAG 540 

Ddel 

Bspl286 Mael I 

EcoRV Fofcl Banll TaqI Plel Hinfl 

It II I II I 

GATGATATCAAGGACTGTGGGCTCTTAGACCAAGAT GTTGAACTCGATTATACGTGGACT 60 0 

Dpnl AccI 
Sau3AI Mull MboII AlwNI 

II II II 

CAAAACGAGT GTGATCT ACCAGACACAGT AGAC GAGGCT GAAGAC ACAC CGTC AGAAACT 660 

Dpnl 
XhoII 
EcoRI Sau3AI 
MboII Bglll Maelll 

1111 I 
GGAGAATTCTTCTGGTAGATCTATCAGACTACTTTTATCAGCAGGACAACTGGTCGTTAC 720 

Maell 

Afllll Mnll 
I I 
CAGACACCT ATAAC GT GTCCTCATCAAT AA 750 
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FIGURE 10 
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